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settled in the region of the Intermountain West in the late 1800's, especially the regions of Southwestern Idaho, Southeastern Oregon, and Northern Nevada. The 2000 census registered a total of 57,793 people of Basque ethnicity residing in the USA [9] .
Buccal swab samples (Whatman® Omni Swabs) were collected at the Jaialdi and San Inazio Basque Festivals, in Boise, ID, USA. Samples were taken from 156 unrelated individuals, who identify themselves as Basque and were born in the United States. Informed consent was obtained from each individual as well as information on their ethnic background.
In previous studies it has been shown that genetic diversity in European Basque populations is spatially structured [3] [4] [5] , and it has been suggested that it is necessary to consider different Basque populations as independent populations [6] .
Extraction:
DNA was extracted from buccal swabs using the QIAamp® DNA Mini Kit (QIAGEN) following manufactures protocol for DNA purification from buccal swabs.
PCR:
PCR was performed using AmpFlSTR® Identifiler® PCR Amplification Kit (Applied Biosystems, Thermofisher Scientific) following the manufacturer's protocol.
Typing:
Multiplex PCR samples from each individual and controls were analyzed via capillary gel electrophoresis using the ABI 3130 Genetic Analyzer (Applied Biosystems). The internal lane standard used was GeneScan™ 500 LIZ™ Size Standard (Applied Biosystems). Genotyping was carried out using GeneMapper ID-X v1.0 software (Applied Biosystems).
Quality control:
The positive control DNA provided in the AmpFlSTR® Identifiler® PCR Amplification Kit, and negative extraction controls were run along with all experimental samples. Individuals analyzing the samples on the ABI 3130 received advanced GeneMapper ID-X training from Applied Biosystems "HID University 300". In a previous study [7] , our laboratory underwent a proficiency testing quality control check, in conjunction with submission to the Y-HRD database [10, 11] .
Analysis of data:
Arlequin v3.5 software [12] was used to determine observed heterozygosity (Ho), expected heterozygosity (He) [13] , p-values (p) for Hardy-Weinberg Equilibrium exact test [14] using a Markov chain, and pair-wise population comparisons of genetic distances (Fst) [15] between the sample population and the European Basque population [16] , as well as with the main ethnicities of the United States of America [17] (10,000 permutations; significance level 0.05). Powerstats v1.2 software [18] was used to calculate match probability (MP), power of discrimination (PD) [19] , power of exclusion (PE), polymorphic information content (PIC) [20] and Typical Paternity Index (TPI) for each locus.
Results:
Statistical parameters and allele frequencies for the 15 STR loci of self-identified Basque individuals born in the United States (N=156) are reported in Table 1 . Fst values for the pair-wise comparison with other populations of interest are reported in Table 2 . Average Fst values have been calculated for each comparison [15, 21] .
Access of data:
Available upon request to greghampikian@boisestate.edu.
Other remarks:
The results indicate that all loci are in Hardy-Weinberg equilibrium, considering Bonferroni correction (0.05/15 = 0.003) [22] and African Americans, and between American Basques and American Asians (see Table 2 for Fst values).
Data obtained from this study display that most of the loci have a high power of discrimination and exclusion, confirming their use for individual identification.
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